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BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.10 [Oct-19-2004] 

Match:|l | Mismatch:)-2 [ gap open:) 5 j gap extension: \2~ 



x_dropoff: |50_J expect:|10 000', wordsize: 11 I Filter E mm 



Sequence 1 gi 40381 Clostridium botulinum botA gene for type A neurotoxin Length 4292 (1 .. 4292) 
Sequence 2 lcl|seq_2 Length 1323 (1 .. 1323) 




'. .. : :i . .\~^.: 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 412 bits (214), Expect = e-111 
Identities = 937/1302 (71%) 
Strand = Plus / Plus 



Query: 2 666 tctacatttactgaatatattaagaatattattaatacttctatattgaatttaagatat 2725 

I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I III 

Sbj ct : 16 tctaccttcactgaatacatcaagaacatcatcaatacctccatcctgaacctgcgctac 75 

Query: 272 6 gaaagtaatcatttaatagacttatctaggtatgcatcaaaaataaatattggtagtaaa 2785 

III I I I I I I I I I II I I I I I II I I I I I I I I I I I II I I I I I I I 

Sbjct: 76 gaatccaatcacctgatcgacctgtctcgctacgcttccaaaatcaacatcggttctaaa 135 

Query: 2786 gtaaattttgatccaatagataaaaatcaaattcaattatttaatttagaaagtagtaaa 2845 

I I I I M I I I I I I I II M I I I I I I I I I I I I I I I I I I E I I I I 

Sbj ct : 136 gttaacttcgatccgatcgacaagaatcagatccagctgttcaatctggaatcttccaaa 195 

Query: 284 6 attgaggtaattttaaaaaatgctattgtatataatagtatgtatgaaaattttagtact 2905 

I I I I I I I I I I I I I I I I I I I M I I I I I I I f I I I I I I I I It II 

Sbjct : 196 atcgaagttatcctgaagaatgctatcgtatacaactctatgtacgaaaacttctccacc 255 
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Query: 2906 agcttttggataagaattcctaagtattttaacagtataagtctaaataatgaatataca 2965 

I I I I I II I I II I I I I I I I I I I I II I I I I I I II I I I I I I I 
Sbjct : 256 tccttctggatccgtatcccgaaatacttcaactccatctctctgaacaatgaatacacc 315 

Query: 2966 ataataaattgtatggaaaataattcaggatggaaagtatcacttaattatggtgaaata 3025 

II II II II II I I I I II I I II I II I M I I I I I I I I I I II II I I I I I I I I 
Sbjct: 316 atcatcaactgcatggaaaacaattctggttggaaagtatctctgaactacggtgaaatc 375 

Query: 3026 atctggactttacaggatactcaggaaataaaacaaagagtagtttttaaatacagtcaa 3085 

I I M I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I II I I II I I III 
Sbjct: 376 atctggactctgcaggacactcaggaaatcaaacagcgtgttgtattcaaatactctcag 435 

Query: 3086 atgattaatatatcagattatataaacagatggatttttgtaactatcactaataataga 3145 

I I I I I II II II I I I I II II I I II I I II II II I I I II II III I 
Sbjct: 436 atgatcaacatctctgactacat caatcgctggatcttcgttaccatcaccaacaatcgt 495 

Query: 314 6 ttaaataactctaaaatttatataaatggaagattaatagatcaaaaaccaatttcaaat 3205 

I II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Sbj ct : 4 96 ctgaataactccaaaatctacatcaacggccgtctgatcgaccagaaaccgatctccaat 555 

Query: 3206 ttaggtaatattcatgctagtaataatataatgtttaaattagatggttgtagagataca 3265 

I I I I I I II II III I I I I I I II I I I I I III I II I I I I II I I I II 
Sbjct: 556 ctgggtaacatccacgcttctaataacatcatgttcaaactggacggttgtcgtgacact 615 

Query: 32 66 catagatatatttggataaaatattttaatctttttgataaggaattaaatgaaaaagaa 3325 

II I II II I I I I I II II I II Mill II II II Ml I II I II II II II 

Sbj ct : 616 caccgctacatctggatcaaatacttcaatctgttcgacaaagaactgaacgaaaaagaa 67 5 

Query: 3326 atcaaagatttatatgataatcaatcaaattcaggtattttaaaagacttttggggtgat 3385 

II I I II II I II II M II II II I I I Mill I II II I I II II I II II I 
Sbj ct : 67 6 atcaaagacctgtacgacaaccagtccaattctggtatcctgaaagacttctggggtgac 735 

Query: 338 6 tatttacaatatgataaaccatactatatgttaaatttatatgatccaaataaatatgtc 34 4 5 

II I II M M II I I I II II I III I III I II I I I I I II I II I I II 
Sbjct: 736 tacctgcagtacgacaaaccgtactacatgctgaatctgtacgatccgaacaaatacgtt 795 

Query: 34 4 6 gatgtaaataatgtaggtattagaggttatatgtatcttaaagggcctagaggtagcgta 3505 

II II I I I II II II II II I I II I I M I I I M I I I M M I II I II 
Sbjct : 796 gacgtcaacaatgtaggtatccgcggttacatgtacctgaaaggtccgcgtggttctgtt 855 

Query: 3506 atgactacaaacatttatttaaattcaagtttgtatagggggacaaaatttattatnnnn 3565 

M I I II M M I M II I II II I I II I II I I M II I I I I I 

Sbj ct : 856 atgactaccaacatctacctgaactcttccctgtaccgtggtaccaaattcatcatcaag 915 

Query: 3566 nnntatgcttctggaaataaagataatattgttagaaataatgatcgtgtatatattaat 3625 

M II I I I II II II II I II I I III I II I I M I I II II II II II III 
Sbjct : 916 aaatacgcgtctggtaacaaggacaatatcgttcgcaacaatgatcgtgtatacatcaat 975 
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Query: 3626 gtagtagttaaaaataaagaatataggttagctactaatgcatcacaggcaggcgtagaa 3685 

II I I I I I I I I II I I I I I II I I I I II I I I I I I I II I I I I I II I I I II I 
Sbjct : 976 gttgtagttaagaacaaagaataccgtctggctaccaatgcttctcaggctggtgtagaa 1035 

Query: 3686 aaaatactaagtgcattagaaatacctgatgtaggaaatctaagtcaagtagtagtaatg 3745 

I I I I I III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 1036 aagatcttgtctgctctggaaatcccggacgttggtaatctgtctcaggtagttgtaatg 1095 

Query: 374 6 aagtcaaaaaatgatcaaggaataacaaataaatgcaaaatgaatttacaagataataat 3805 

II II II II II II II II II II I I I M I II II II I I I I II II II III 

Sbj ct : 1096 aaatccaagaacgaccagggtatcactaacaaatgcaaaatgaatctgcaggacaacaat 1155 

Query: 3806 gggaatgatataggctttataggatttcatcagtttaataatatagctaaactagtagca 3865 

II II Mill II II II II II II I I I I I II I I I I I I I I I 1 I I I II II 
Sbjct: 1156 ggtaacgatatcggtttcatcggtttccaccagttcaacaatatcgctaaactggttgct 1215 

Query: 38 66 agtaattggtataatagacaaatagaaagatctagtaggactttgggttgctcatgggaa 3925 

II I I II I III I II II III I II I I III II II I I I I I I I I I I I 
Sbjct: 1216 tccaactggtacaatcgtcagatcgaacgttcctctcgcactctgggttgctcttgggag 1275 

Query: 3926 tttattcctgtagatgatggatggggagaaaggccactgtaa 3967 

II II II I I I II I I II I I I I I Ml I II I II I II 
Sbjct: 1276 ttcatcccggttgatgacggttggggtgaacgtccgctgtaa 1317 

CPU time: 0.03 user sees. 0.00 sys. sees 0.03 total sees. 

Lambda K H 

1.33 0.621 1.12 

Gapped 

Lambda K H 

1.33 0.621 1.12 



Matrix: blastn matrix: 1 -2 

Gap Penalties: Existence: 5, Extension: 2 

Number of Sequences: 1 

Number of Hits to DB: 65 

Number of extensions: 5 

Number of successful extensions: 2 

Number of sequences better than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's gapped: 1 

Number of HSP f s successfully gapped: 1 

Number of extra gapped extensions for HSPs above 10.0: 

Length of query: 4292 

Length of database: 14,601,814,750 

Length adjustment: 27 

Effective length of query: 4265 

Effective length of database: 14,601,814,723 

Effective search space: 62276739793595 

Effective search space used: 6227 67397 93595 

Neighboring words threshold: 0 

Window for multiple hits: 0 

XI: 11 (21.1 bits) 
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X2: 26 (50.0 bits) 

X3: 26 (50.0 bits) 

SI: 13 (25.7 bits) 

S2: 22 (43.0 bits) 
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